ABSTRACT Enterococcus faecalis CECT7121 is a corn silage probiotic bacterium that shows antibacterial activity against Gram-positive pathogens from different origins. Its genome sequence is 2.9 Mb long with a GϩC content of 37.3%. Genome annotation identified three bacteriocin gene clusters in the genome.
be functional. Contig 7.1.AOI_01 exhibits putative enterocin P and enterocin SE-K4 clusters as well. A putative enterocin P gene (E value, 2 ϫ 10 Ϫ25 ) and its immunity protein (ORF 00018; E value, 3 ϫ 10 Ϫ26 ; UniProtKB identifier O30435_ENTFC) are located downstream of a putative ent SE-K4 (E value, 3 ϫ 10 Ϫ51 ) and ORF 00015 (with no function determined). No putative promoter sequences were predicted upstream of these genes. Rho-independent terminators were predicted downstream of ORF 00015 and ORF 00018.
Based on the above-described analyses, we might speculate that the functional bacteriocin gene clusters are those described in contigs 12 (enterocin P) and 7 (enterocin SE-K4).
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SIJP00000000. The version described in this paper is the first version, SIJP01000000. Raw data are available under SRA accession number PRJNA523127.
